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Abstract
The HIV-1 subtype C has spread efficiently in the southern states of Brazil (Rio Grande do Sul, Santa Catarina and Parana ´).
Phylogeographic studies indicate that the subtype C epidemic in southern Brazil was initiated by the introduction of a single
founder virus population at some time point between 1960 and 1980, but little is known about the spatial dynamics of viral
spread. A total of 135 Brazilian HIV-1 subtype C pol sequences collected from 1992 to 2009 at the three southern state
capitals (Porto Alegre, Floriano ´polis and Curitiba) were analyzed. Maximum-likelihood and Bayesian methods were used to
explore the degree of phylogenetic mixing of subtype C sequences from different cities and to reconstruct the geographical
pattern of viral spread in this country region. Phylogeographic analyses supported the monophyletic origin of the HIV-1
subtype C clade circulating in southern Brazil and placed the root of that clade in Curitiba (Parana ´ state). This analysis
further suggested that Floriano ´polis (Santa Catarina state) is an important staging post in the subtype C dissemination
displaying high viral migration rates from and to the other cities, while viral flux between Curitiba and Porto Alegre (Rio
Grande do Sul state) is very low. We found a positive correlation (r
2=0.64) between routine travel and viral migration rates
among localities. Despite the intense viral movement, phylogenetic intermixing of subtype C sequences from different
Brazilian cities is lower than expected by chance. Notably, a high proportion (67%) of subtype C sequences from Porto
Alegre branched within a single local monophyletic sub-cluster. These results suggest that the HIV-1 subtype C epidemic in
southern Brazil has been shaped by both frequent viral migration among states and in situ dissemination of local clades.
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Introduction
Through June 2011, about 610,000 cases of AIDS have been
cumulatively reported in Brazil since the first identification of
AIDS in the early 1980s [1]. The prevailing HIV-1 genetic
variants in most country regions are subtypes B, F1 and BF1
recombinants [2,3,4,5,6]. States from the south region (Rio
Grande do Sul, Santa Catarina and Parana ´), which concentrate
20% of the Brazilian AIDS cases [1], display a distinct molecular
epidemiology profile characterized by the high prevalence of
subtypes C, B and BC recombinants. It has been estimated that
subtype C represents around 20–30% of HIV-1 infections in
Parana ´ [3,7,8,9,10], 30–45% of HIV-1 infections in Rio Grande
do Sul [3,11,12,13,14,15], and 50–80% of HIV-1 infections in
Santa Catarina [14,16,17,18].
Phylogeographic studies indicate that the HIV-1 subtype C
epidemic in southern Brazil was initiated by the introduction of a
single founder virus population probably originated from East
Africa [19,20]. Another study suggested that the United Kingdom
(UK) may have played a crucial role in such dissemination, acting
as a staging post between Africa and South America [21]. A more
recent phylogeographic analysis, however, found no evidence of
viral flow from the UK to Brazil, only from East Africa and Brazil
to the UK [22]. Thus, the exact route of migration of HIV-1
subtype C from East Africa to Brazil remains unclear. The precise
time-scale of such an event is also uncertain. Two independent
studies estimated the onset date of Brazilian subtype C epidemic at
around the early 1980s [19,21], while another study suggests that
this Brazilian epidemic could be much older, dating back to
between 1960 and 1970 [22].
Although several studies have explored the origin and time-scale
of the HIV-1 subtype C epidemic in Brazil, there is little
information about the spatial dynamic of dispersion of this clade
in the country. The only phylogeographic study points toward
Parana ´ or Rio Grande do Sul states as the possible entrance points
of HIV-1 subtype C and further indicate an asymmetrical net viral
flow following a north to south axis [22]. According to that study
Parana ´ is the hub of the epidemic from where the subtype C is
spreading to Santa Catarina and Rio Grande do Sul. That study,
however, was based on the analysis of pol datasets that included a
very small number of sequences (n=14) per state, which may bias
the results. In the present study, we reevaluated the spatial pattern
of HIV-1 subtype C dissemination in southern Brazilian states,
based on the analysis of a larger subtype C pol data set containing
sequences collected at the capital cities of Rio Grande do Sul
(n=55), Santa Catarina (n=41), and Parana ´( n=39).
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HIV-1 subtype C Brazilian sequences
New protease and partial reverse transcriptase (PR/RT)
subtype C Brazilian sequences were obtained from 41 HIV-
infected antiretroviral therapy-naı ¨ve patients from Floriano ´polis
(capital of the Santa Catarina state) and 18 HIV-infected treated-
patients from Curitiba (capital of the Parana ´ state). Patients from
Floriano ´polis were followed up at the ‘‘Hospital Homero de
Miranda Gomes’’, had their samples taken from 2008 to 2009 and
were described in more detail by Gra ¨f et al [18]. Patients from
Curitiba were followed at outpatient clinics from the Public Health
System and underwent HIV genotyping tests at the Laboratory of
AIDS and Molecular Immunology (FIOCRUZ) between 2006
and 2007, as previously described [23]. These sequences were
combined with PR/RT subtype C sequences isolated from
antiretroviral therapy-naive patients from Porto Alegre (capital
of the Rio Grande do Sul state, n=55) and Curitiba (n=21)
described elsewhere [7,19] (Fig. 1). The study was approved by the
Universidade Federal de Santa Catarina and FIOCRUZ Ethics
Committees.
HIV-1 subtype C reference sequences
A reference set of 31 subtype C pol gene sequences of
African origin was obtained from the Los Alamos HIV Sequence
Database (www.hiv.lanl.gov). The reference set includes subtype C
sequences representative of the East (Burundi=5, Djibouti=1,
Ethiopia=3, Kenya=2, Somalia=1, Tanzania=2, and
Uganda=1), Southern (Botswana=1, Malawi=1, South
Africa=4, Zambia=4, and Zimbabwe=2), Central (Democratic
Republic of Congo=2, Gabon=1), and West (Senegal=1)
African regions, sampled over a time interval of 18 years (1986–
2004). Among those subtype C references we included some
sequences from Burundi, Kenya, and Ethiopia that were described
as the ones most closely related to the Brazilian subtype C
clade [19,20].
Alignment and phylogenetic analysis
Sequences were aligned using CLUSTAL X program [24]. In
order to avoid any bias on the phylogenetic analyses, all sites with
major antiretroviral drug resistance mutations in PR (50, 82 and
90) and RT (41, 67, 70, 98, 103, 106, 179, 184, 190, 215 and 219)
in at least two sequences were excluded, leaving a final alignment
of 951 nucleotides (nt) long (covering nt 2253–3272 relative to
HXB2 clone). Alignment is available from the authors upon
request. The phylogenetic tree was inferred by the maximum
likelihood (ML) method under the GTR+I+G nucleotide substi-
tution model, selected using the jModeltest program [25]. ML tree
was reconstructed with program PhyML [26] using an online web
server [27]. Heuristic tree search was performed using the SPR
branch-swapping algorithm and the reliability of the obtained
topology was estimated with the approximate likelihood-ratio test
(aLRT) [28] based on the Shimodaira-Hasegawa-like procedure.
Analysis of metapopulation structure
The hypothesis of restricted phylogenetic mixing of HIV-1 subtype
C sequences obtained from different cities in Southern Brazil was
tested using program BaTS [29]. BaTS estimates phylogeny-trait
associations using the Association Index (AI) [30] and the Parsimony
Score (PS) [31] statistics whilst accounting for phylogenetic
uncertainty by the use of the posterior distribution of trees arising
from earlier Bayesian Markov Chain Monte Carlo (MCMC)
analyses. Bayesian phylogenetic trees were inferred under the
GTR+I+G nucleotide substitution model using program MrBayes
[32], running for each alignment one MCMC for 30–50610
6
generations with a burn-in of 3–5610
6 generations. Adequate chain
mixing was checked by calculating the effective sample size (ESS)
using program TRACER v1.4 [33] after excluding an initial 10% for
each run. All parameter estimates showed ESS values .400.
Analysis of spatial dispersion pattern
Ancestral reconstruction of the locations at the interior nodes of a
time-scale phylogenetictree was obtained using the Bayesian statistical
Figure 1. Map of Brazil showing the five country regions. An expanded map of the South region with the states (Parana ´, Santa Catarina and
Rio Grande do Sul) and state capitals (Curitiba, Floriano ´polis and Porto Alegre) is shown to the right. The number and sampling dates of sequences
from the three southern state capitals included in the present study are indicated.
doi:10.1371/journal.pone.0035649.g001
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geographic locations was constructed based on the city of sampling for
each sequence (n=3) and a discrete phylogeographic model was used
i nw h i c ha l lt h r e ep o s s i b l er e v e r s i b l ee x c h a n g er a t e sb e t w e e nl o c a t i o n s
were equally likely (flat prior) [36]. We used a fixed substitution rate
(1.5610
23 substitutions/site/year) equal to the mean rate previously
estimated for the Brazilian subtype C clade at pol gene [19]. Analyses
were performed using the GTR+I+C4 nucleotide substitution model,
an uncorrelated Lognormal relaxed molecular clock model [37], and
a Bayesian Skyride coalescent model [38]. The MCMC analysis was
run until evidence of proper mixing (ESS.200) was obtained. We
also used the BayesTraits program [39] to estimate posterior
probabilities (PP) of root positions and the rates of migration among
localities using the set of plausible trees sample at stationary during the
MCMC run with BEAST. The programs TreeAnnotator v1.6.2 [35]
and FigTree v1.3.1 [40] were used to summarize the posterior tree
distribution and to visualize the annotated maximum clade credibility
(MCC) tree, respectively.
Results
Phylogeographical structure of HIV-1 subtype C epidemic
in southern Brazil
A total of 135 Brazilian HIV-1 subtype C pol (PR/RT)
sequences from Porto Alegre (n=55), Floriano ´polis (n=41), and
Curitiba (n=39) were analyzed together with some subtype C
reference sequences of African origin, including those sequences
from East Africa that were described as the ones most closely
related to the Brazilian subtype C lineage. ML and Bayesian
phylogenetic analyses revealed that all Brazilian subtype C
sequences formed a highly supported (aLRT=1, PP=1) mono-
phyletic group (Figs. 2 and 3), thus confirming that the subtype C
Figure 2. ML phylogenetic tree for HIV-1 subtype C pol (PR/RT) sequences circulating in Brazil. The color of a branch represents the
geographic region from where the subtype C strain was sampled, according to the legend given in the figure. Brackets indicate the monophyletic
clade formed by Brazilian subtype C sequences and the position of subtype C reference sequences of African origin. The box highlights the position
of the sub-cluster circulating in Porto Alegre (BR-PA). The aLRT support values are indicated only at key nodes. Horizontal branch lengths are drawn to
scale with the bar at the bottom indicating nucleotide substitutions per site. The tree was rooted using HIV-1 subtype A1 and F1 reference sequences.
doi:10.1371/journal.pone.0035649.g002
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founder event, followed by subsequent local expansion.
The ML phylogenetic tree displayed in Fig. 2 showed some level
of phylogenetic intermixing of Brazilian subtype C sequences from
different geographic locations. Many sequences show no grouping
according to their geographic origin, while others fell within small
state-specific monophyletic clades of only 2–3 sequences, pointing
to relatively frequent virus movement between major southern
Brazilian cities. Some degree of phylogeographic subdivision,
however, is also apparent in the Brazilian subtype C phylogeny.
Notably, a high proportion (67%) of subtype C sequences from
Porto Alegre branch within a single monophyletic cluster
(aLRT=0.80), here called BR-PA, that was almost exclusively
composed by sequences isolated in that state (Fig. 2).
To assess the overall degree of spatial admixture and geographical
structure among HIV-1 subtype C lineages in this region, we used
Figure 3. Bayesian MCC tree for HIV-1 subtype C pol (PR/RT) sequences circulating in Brazil. Branches are colored according to the most
probable location state of their descendent nodes. The legend for the colors is shown on the left. Brackets indicate the monophyletic clade formed by
subtype C sequences sampled from Brazil, and the position of subtype C reference sequences of African origin used to root the tree. The box
highlights the position of the sub-cluster BR-PA. The state posterior probability is indicated only at key nodes. Horizontal branch lengths are drawnt o
scale with the bar at the bottom indicating years.
doi:10.1371/journal.pone.0035649.g003
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posterior distributionof trees arisingfromBayesianMCMCanalyses
of sequences from: Porto Alegre/Floriano ´polis (PA/FL), Porto
Alegre/Curitiba (PA/CU), and Floriano ´polis/Curitiba (FL/CU).
The null hypothesis of panmixis (i.e., complete intermixing of
sequences from different Brazilian cities) was rejected by both the AI
andPSstatisticsforallcomparisons(Table1),demonstratingthatthe
geographic subdivision of Brazilian HIV-1 subtype C strains is
higher than expected by chance. Thus, the observed HIV-1 subtype
C diversity in the south region of Brazil seems to be shaped by both
viral migration and viral in situ evolution.
Spatial dynamics of HIV-1 subtype C spread in southern
Brazil
Having established the existence of statistically significant
geographic subdivision as well as evidence of frequent migrations
of Brazilian subtype C strains, we applied a Bayesian phylogeo-
graphic approach in order to investigate how this structure was
established and to estimate the net viral flow among southern
states. The overall topology of the Bayesian MCC tree obtained
with BEAST corroborates the monophyletic nature of the
Brazilian subtype C clade and the existence of the BR-PA sub-
clade circulating in Porto Alegre (Fig. 3). Ancestral reconstruction
of the locations at the interior nodes of Bayesian tree using both
BEAST and BayesTraits further revealed that the most probable
place at the root of Brazilian subtype C lineage is Curitiba
(PP$0.96) and that the ancestor of the BR-PA clade probably
originated in Floriano ´polis (PP=1).
Estimation of viral movement among localities with BayesTraits
points to the role of Floriano ´polis as an important hub of subtype
C dissemination in southern Brazil, both receiving and sending
viral lineages to the other cities. The highest viral migration rate
detected in our study was from Curitiba to Floriano ´polis (2370.1)
followed by Floriano ´polis to Porto Alegre (956.2), Porto Alegre to
Floriano ´polis (143.1), Floriano ´polis to Curitiba (86.4), Curitiba to
Porto Alegre (40.1), and Porto Alegre to Curitiba (0.2) (Table 2
and Figure 4). As a possible driving force for this circulation,
routine travel among analyzed states [41] was fitted to the
migration rate estimates and found to be positively correlated
(r
2=0.64), albeit not completely (Table 2 and Figure 4).
Interestingly, when the viral movement rates between Santa
Catarina and Rio Grande do Sul (SC to RS [956.18] and RS to
SC [143.07]) were removed the correlation coefficient increased
considerably to around 0.93, albeit with reduced points to
determine a line. Notably, Rio Grande do Sul receives much
more HIV lineages and sends much less than would be expected
according to routine travel among the states.
Discussion
This study supports the notion that the HIV-1 subtype C
epidemic affecting the south Brazilian region resulted from a single
founder event, consistent with previous findings [19,20,21]. While
a previous Bayesian phylogeography study assigned nearly equal
posterior probability to either Parana ´ or Rio Grande do Sul as the
location of such a founder event [22], our phylogeographic
reconstruction place the root of the Brazilian subtype C clade at
the city of Curitiba (Parana ´) with high support (PP$0.96).
Differences in the Brazilian and/or African subtype C sequences
used in each study may have a great influence in the exact position
of the root of the Brazilian subtype C clade. Because we only
included sequences retrieved from the southern state capitals, it
will be important to test whether the support of Curitiba (Parana ´)
as the entrance point of subtype C is maintained or not after
addition of new sequences sampled at other Brazilian cities.
After its introduction into Brazil, the subtype C clade was
rapidly disseminated through the south region [42]. The work of
Veras et al [22] points that Parana ´ has been the main hub of such
dissemination, continuously exporting viruses to both southern
neighboring states; while a minor viral gene flow from Rio Grande
do Sul to Santa Catarina was also evident. Our reconstruction of
the viral dispersal pattern reinforces Parana ´ as an important
source of subtype C spread throughout the south region and
rejects the hypothesis that the subtype C epidemic has been mainly
spreading from the southern-most state of Rio Grande do Sul to
the other Brazilian states. However, our analysis suggests that
Santa Catarina has also played a key role in the southward virus
spread. The inferred viral flux between Curitiba and Porto Alegre
was much lower than that detected between Curitiba and
Floriano ´polis, or between Floriano ´polis and Porto Alegre. Thus,
Floriano ´polis (Santa Catarina) occupies an intermediate geograph-
ic position and seems to act as a staging post in the subtype C
dissemination between Curitiba (Parana ´) and Porto Alegre (Rio
Grande do Sul).
Floriano ´polis is the most important resort locality in the region
and a partial correlation of routine travel patterns and HIV-1
movement was found in our study. The most intense routine travel
and the highest viral migration rates were from Parana ´ (Curitiba)
to Santa Catarina (Floriano ´polis). At the other extreme, Parana ´
and Rio Grande do Sul displayed the less frequent routine travel
and also the lowest viral migration rates within the region. People
mobility, however, may only explain part of the subtype C
dispersal dynamics between southern Brazilian states. This seems
to be particularly evident for Rio Grande do Sul that receives
much more subtype C lineages and sends much less than would be
expected according to routine travel among the states. No
Table 1. Bayesian MCMC test of phylogenetic isolation of Brazilian HIV-1 subtype C sequences by geographic region.
Geographic regions Statistic Observed value (95% CI) Expected value
a (95% CI) P-value
PA-FL AI 2.98 (2.23–3.73) 5.04 (4.12–5.98) ,0.001
PS 18.85 (16.00–21.00) 30.61 (27.48–33.35) ,0.001
PA-CU AI 1.79 (1.14–2.48) 4.83 (3.91–5.64) ,0.001
PS 11.98 (9.0–15.0) 29.89 (26.88–32.41) ,0.001
FL-CU AI 2.96 (2.18–3.77) 4.58 (3.60–5.49) ,0.001
PS 21.39 (19.00–24.00) 26.74 (24.24–29.40) ,0.001
aExpected AI or PS value under the null hypothesis of no phylogenetic clustering of isolates by sampling location. PA: Porto Alegre. FL: Floriano ´polis. CU: Curitiba.
doi:10.1371/journal.pone.0035649.t001
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the size of the AIDS epidemic nor the subtype C prevalence was
observed. Porto Alegre has the larger number of HIV-1 positive
patients (Figure 4), but exhibits a negative net viral flux to both
Curitiba and Floriano ´polis. On the other hand, although the
prevalence of subtype C in Santa Catarina (50–80%) is much
higher than in Parana ´ (20–30%), the estimated viral migration rate
from Floriano ´polis to Parana ´ was about three times lower than the
opposite viral flux.
While the previous work of Veras et al [22] described an
homogenous subtype C epidemic across the south region of Brazil,
our analyses of metapopulation structure revealed a significant
subdivision of the subtype C strains among the Brazilian cities
analyzed. A large proportion (67%) of subtype C infections in
Porto Alegre appeared to be the result of the in situ dissemination
of a single local lineage, here called BR-PA, which was probably
introduced from Santa Catarina. Of note, previous studies have
shown a high prevalence (10–35%) of the Circulating Recombi-
nant Form 31_BC in Porto Alegre [13,14,15], an HIV variant
rarely found (,4%) in Santa Catarina [14,17,18] and apparently
absent in Parana ´ [7,9,10]. These results support the notion that
expansion of local HIV-1 clades could be a quite common
phenomenon in Porto Alegre. Despite the intense viral movement
between Floriano ´polis and Curitiba, the null hypothesis of
panmixis was also rejected for these two Brazilian cities; thus
confirming the non-random distribution of HIV-1 clades across
the southern region.
In conclusion, the results presented here suggest that the
subtype C epidemic spreading in the southern region of Brazil was
initiated by the introduction of a single founder strain probably
through Parana ´. This subtype C variant was rapidly disseminated
to the other southern states and during this process, Floriano ´polis
(Santa Catarina) acted as an important staging post between
Curitiba (Parana ´) and Porto Alegre (Rio Grande do Sul), both
receiving and sending viral lineages to the neighboring cities.
Meanwhile, the direct viral migration flow between Curitiba and
Porto Alegre seems to be much lower. The current subtype C
diversity in the south Brazilian region has also been shaped by the
local dispersion of a limited set of founding strains, particularly in
the southern-most capital. These data provide a more compre-
hensive understanding of the spatial dynamics of the subtype C
epidemic spreading in southern Brazil and may be helpful to guide
HIV prevention strategies in this region of the country.
Acknowledgments
We wish to thank Dr Vera Bongertz for critical reviewing of the
manuscript.
Author Contributions
Conceived and designed the experiments: GB PMAZ MM. Performed the
experiments: GB PMAZ AI TG ARP JCCF. Analyzed the data: GB
PMAZ AI. Wrote the paper: GB PMAZ AI.
Figure 4. HIV-1 subtype C migration rates and routine traffic of
people amongst the three states of the South Brazilian region.
Capitals are represented by blue circles proportional to the incidence of
AIDS cases per 100,000 inhabitants in each city in 2009 [1]. The arrows
are colored according to the routine traffic between states [41], from
green (less) to red (more) passing through yellow, and their thickness is
proportional to HIV-1 subtype C migration rate between state capitals
as measured by BayesTraits. HIV-1 subtype C migration rate from Porto
Alegre to Curitiba was more than 100 fold smaller than any of the
others and is not represented in this picture.
doi:10.1371/journal.pone.0035649.g004
Table 2. Viral migration rates and routine traffic of people within the South Brazilian region.
Origin Destination Viral migration rates
a Routine traffic (people6trip/1,000)
b
RS - Porto Alegre SC - Floriano ´polis 143.07 409
PR - Curitiba 0.17 59
SC - Floriano ´polis RS - Porto Alegre 956.18 34
PR - Curitiba 86.37 267
PR - Curitiba RS - Porto Alegre 40.11 42
SC - Floriano ´polis 2370.10 618
aViral migration rates amongst state capitals according to BayesTraits.
bRoutine traffic amongst states according to estimations of the Public Ministry of Tourism for the year 2007 [41]. RS: Rio Grande do Sul. SC: Santa Catarina. PR: Parana ´.
doi:10.1371/journal.pone.0035649.t002
Spread of HIV-1 Subtype C in Southern Brazil
PLoS ONE | www.plosone.org 6 April 2012 | Volume 7 | Issue 4 | e35649References
1. Brazilian Ministry of Health (2011) AIDS Epidemiological Bulletin January–
June 2011; Year VIII, nu 01 [in Portuguese] http://www.aids.gov.br/
publicacao/2011/boletim_epidemiologico_2011. Accessed 2012 March 23.
2. Morgado MG, Guimaraes ML, Neves Junior I, dos Santos VG, Linhares-de-
Carvalho MI, et al. (1998) Molecular epidemiology of HIV in Brazil:
polymorphism of the antigenically distinct HIV-1 B subtype strains. The
Hospital Evandro Chagas AIDS Clinical Research Group. Mem Inst Oswaldo
Cruz 93: 383–386.
3. Brindeiro RM, Diaz RS, Sabino EC, Morgado MG, Pires IL, et al. (2003)
Brazilian Network for HIV Drug Resistance Surveillance (HIV-BResNet): a
survey of chronically infected individuals. Aids 17: 1063–1069.
4. Cavalcanti AM, Lacerda HR, Brito AM, Pereira S, Medeiros D, et al. (2007)
Antiretroviral resistance in individuals presenting therapeutic failure and
subtypes of the human immunodeficiency virus type 1 in the Northeast Region
of Brazil. Mem Inst Oswaldo Cruz 102: 785–792.
5. Stefani MM, Pereira GA, Lins JA, Alcantara KC, Silveira AA, et al. (2007)
Molecular screening shows extensive HIV-1 genetic diversity in Central West
Brazil. J Clin Virol 39: 205–209.
6. Machado LF, Ishak MO, Vallinoto AC, Lemos JA, Azevedo VN, et al. (2009)
Molecular epidemiology of HIV type 1 in northern Brazil: identification of
subtypes C and D and the introduction of CRF02_AG in the Amazon region of
Brazil. AIDS Res Hum Retroviruses 25: 961–966.
7. Ferreira JL, Thomaz M, Rodrigues R, Harrad D, Oliveira CM, et al. (2008)
Molecular characterisation of newly identified HIV-1 infections in Curitiba,
Brazil: preponderance of clade C among males with recent infections. Mem Inst
Oswaldo Cruz 103: 800–808.
8. Toledo PV, de Carvalho DS, de Rossi SG, Brindeiro R, de Queiroz-Telles F
(2010) Genetic diversity of human immunodeficiency virus-1 isolates in Parana,
Brazil. Braz J Infect Dis 14: 230–236.
9. Raboni SM, Almeida SM, Rotta I, Ribeiro CE, Rosario D, et al. (2010)
Molecular epidemiology of HIV-1 clades in Southern Brazil. Mem Inst Oswaldo
Cruz 105: 1044–1049.
10. da Silva MM, Telles FQ, da Cunha CA, Rhame FS (2010) HIV subtype,
epidemiological and mutational correlations in patients from Parana, Brazil.
Braz J Infect Dis 14: 495–501.
11. Soares EA, Santos RP, Pellegrini JA, Sprinz E, Tanuri A, et al. (2003)
Epidemiologic and molecular characterization of human immunodeficiency
virus type 1 in southern Brazil. J Acquir Immune Defic Syndr 34: 520–526.
12. Rodrigues R, Scherer LC, Oliveira CM, Franco HM, Sperhacke RD, et al.
(2006) Low prevalence of primary antiretroviral resistance mutations and
predominance of HIV-1 clade C at polymerase gene in newly diagnosed
individuals from south Brazil. Virus Res 116: 201–207.
13. Santos AF, Schrago CG, Martinez AM, Mendoza-Sassi R, Silveira J, et al.
(2007) Epidemiologic and evolutionary trends of HIV-1 CRF31_BC-related
strains in southern Brazil. J Acquir Immune Defic Syndr 45: 328–333.
14. Brigido LF, Nunes CC, Oliveira CM, Knoll RK, Ferreira JL, et al. (2007) HIV
type 1 subtype C and CB Pol recombinants prevail at the cities with the highest
AIDS prevalence rate in Brazil. AIDS Res Hum Retroviruses 23: 1579–1586.
15. Simon D, Beria JU, Tietzmann DC, Carli RD, Stein AT, et al. (2010)
[Prevalence of HIV-1 subtypes in patients of an urban center in Southern
Brazil.]. Rev Saude Publica.
16. Locateli D, Stoco PH, de Queiroz AT, Alcantara LC, Ferreira LG, et al. (2007)
Molecular epidemiology of HIV-1 in Santa Catarina State confirms increases of
subtype C in Southern Brazil. J Med Virol 79: 1455–1463.
17. Rodrigues R, Manenti S, Romao PR, de Paula Ferreira JL, Batista JP, et al.
(2010) Young pregnant women living with HIV/AIDS in Criciuma, Southern
Brazil, are infected almost exclusively with HIV type 1 clade C. AIDS Res Hum
Retroviruses 26: 351–357.
18. Graf T, Passaes CP, Ferreira LG, Grisard EC, Morgado MG, et al. (2011) HIV-
1 genetic diversity and drug resistance among treatment naive patients from
Southern Brazil: An association of HIV-1 subtypes with exposure categories.
J Clin Virol 51: 186–191.
19. Bello G, Passaes CP, Guimaraes ML, Lorete RS, Matos Almeida SE, et al.
(2008) Origin and evolutionary history of HIV-1 subtype C in Brazil. AIDS 22:
1993–2000.
20. Fontella R, Soares MA, Schrago CG (2008) On the origin of HIV-1 subtype C
in South America. AIDS 22: 2001–2011.
21. de Oliveira T, Pillay D, Gifford RJ (2010) The HIV-1 subtype C epidemic in
South America is linked to the United Kingdom. PLoS ONE 5: e9311.
22. Veras NM, Gray RR, de Macedo Brigido LF, Rodrigues R, Salemi M (2011)
High-resolution phylogenetics and phylogeography of human immunodeficiency
virus type 1 subtype C epidemic in South America. J Gen Virol 92: 1698–1709.
23. Couto-Fernandez JC, Silva-de-Jesus C, Veloso VG, Rachid M, Gracie RS, et al.
(2005) Human immunodeficiency virus type 1 (HIV-1) genotyping in Rio de
Janeiro, Brazil: assessing subtype and drug-resistance associated mutations in
HIV-1 infected individuals failing highly active antiretroviral therapy. Mem Inst
Oswaldo Cruz 100: 73–78.
24. Thompson JD, Gibson TJ, Plewniak F, Jeanmougin F, Higgins DG (1997) The
CLUSTAL_X windows interface: flexible strategies for multiple sequence
alignment aided by quality analysis tools. Nucleic Acids Res 25: 4876–4882.
25. Posada D (2008) jModelTest: phylogenetic model averaging. Mol Biol Evol 25:
1253–1256.
26. Guindon S, Gascuel O (2003) A simple, fast, and accurate algorithm to estimate
large phylogenies by maximum likelihood. Syst Biol 52: 696–704.
27. Guindon S, Lethiec F, Duroux P, Gascuel O (2005) PHYML Online–a web
server for fast maximum likelihood-based phylogenetic inference. Nucleic Acids
Res 33: W557–559.
28. Anisimova M, Gascuel O (2006) Approximate likelihood-ratio test for branches:
A fast, accurate, and powerful alternative. Syst Biol 55: 539–552.
29. Parker J, Rambaut A, Pybus OG (2008) Correlating viral phenotypes with
phylogeny: accounting for phylogenetic uncertainty. Infect Genet Evol 8:
239–246.
30. Wang TH, Donaldson YK, Brettle RP, Bell JE, Simmonds P (2001)
Identification of shared populations of human immunodeficiency virus type 1
infecting microglia and tissue macrophages outside the central nervous system.
J Virol 75: 11686–11699.
31. Slatkin M, Maddison WP (1989) A cladistic measure of gene flow inferred from
the phylogenies of alleles. Genetics 123: 603–613.
32. Ronquist F, Huelsenbeck JP (2003) MrBayes 3: Bayesian phylogenetic inference
under mixed models. Bioinformatics 19: 1572–1574.
33. Rambaut A, Drummond A (2007) Tracer v1.4. Available from http://
beastbioedacuk/Tracer. Accessed 2012 March 23.
34. Drummond AJ, Nicholls GK, Rodrigo AG, Solomon W (2002) Estimating
mutation parameters, population history and genealogy simultaneously from
temporally spaced sequence data. Genetics 161: 1307–1320.
35. Drummond AJ, Rambaut A (2007) BEAST: Bayesian evolutionary analysis by
sampling trees. BMC Evol Biol 7: 214.
36. Lemey P, Rambaut A, Drummond AJ, Suchard MA (2009) Bayesian
phylogeography finds its roots. PLoS Comput Biol 5: e1000520.
37. Drummond AJ, Ho SY, Phillips MJ, Rambaut A (2006) Relaxed phylogenetics
and dating with confidence. PLoS Biol 4: e88.
38. Minin VN, Bloomquist EW, Suchard MA (2008) Smooth skyride through a
rough skyline: Bayesian coalescent-based inference of population dynamics. Mol
Biol Evol 25: 1459–1471.
39. Pagel M, Meade A, Barker D (2004) Bayesian Estimation of Ancestral Character
States on Phylogenies. Systematic Biology 53: 673–684.
40. Rambaut A (2009) FigTree v1.3.1: Tree Figure Drawing Tool. Available from
http://treebioedacuk/software/figtree/. Accessed 2012 March 23.
41. Brazilian Ministry of Tourism (2009) Executive Report: Characterization and
sizing of domestic tourism in Brazil - 2007 [in Portuguese]. Available from
http://wwwdadosefatosturismogovbr/export/sites/default/dadosefatos/
demanda_turistica/domestica/downloads_domestica/Relatxrio_Executivo_
Tur_Dom_2007pdf [in Portuguese]. Accessed 2012 March 23.
42. Bello G, Guimaraes ML, Passaes CP, Matos Almeida SE, Veloso VG, et al.
(2009) Short communication: Evidences of recent decline in the expansion rate
of the HIV type 1 subtype C and CRF31_BC epidemics in southern Brazil.
AIDS Res Hum Retroviruses 25: 1065–1069.
Spread of HIV-1 Subtype C in Southern Brazil
PLoS ONE | www.plosone.org 7 April 2012 | Volume 7 | Issue 4 | e35649